In an attempt to provide new genetic markers in the chromosome of Salmonella typhimurium, a search for compounds which can serve as a sole carbon source or as a sole nitrogen source for this organism was undertaken. About 100 utilizable compounds were found. Mapping of the genes concerned with the utilization of these compounds should add considerable detail to the known genetic map (5) on which 200 genes are already localized.
These compounds will also be useful in the investigation of strains carrying deletion mutations if a gene involved in the utilization of one of these compounds is deleted. For example, certain strains, in which part of the leucine operon is deleted, cannot utilize arabinose as a sole source of carbon because the deletion extends into the nearby arabinose operon (2) , while a strain with a leucine deletion extending in the other direction cannot utilize a number of other carbon sources (Calvo et al., unpublished data). In contrast, we have determined that his-520, in which a large deletion extends through the histidine operon and lipopolysaccharide (rfb) regions, grows on all the listed sources of carbon and nitrogen.
The list of compounds should also be useful for taxonomic studies comparing related enteric bacteria. Such studies often make use of smaller lists of compounds (1, 4 
aCan serve as the sole source of both carbon and nitrogen. b The bacteria will mutate to use this compound. Table 2 , and additional compounds not serving as nitrogen sources are listed in Table 1. 10% (400/4,000) of the genome is responsible for the capacity to utilize these compounds.
